


D12S357 
D12S392 

D12S97D12S1045 
D12S1659' 



D12S207B 
D12S324 
D12S342 

D12S300 

PLA2G1B D12S395 
D12S385 

D12S366D12S1619 



D12S2070 
D12S1341 N0S1 
D12S8U 



D12S78 
: : D12S360D12S338 

IGF1 PAH 
*D12S1727D12S1607 

f D12S1706D12S1300 

D12S95D12SB29 
■ -D12S1064 
ID12S82D12S819 
TD12S379D12S311 



D12S64 
D12S326 

BOT 2D12S92 

IFNgamaD12S375 
D1251294 

D12S83 



-•D12S39S 
--D12S368 



•-GATA91H06 
D12S1042 

•-D12S373 

■-D12S364 
<'D12S91D12S358 



On 

d 



i 

— r- 

d 



D12S77 
H-GATA49D12 



■D12S372 



Figure 1 



Gene 214 


B0702C13Alx 


Th 

B0702C13Aly 



- w;xx>- 

RP1I-0|70!2C13 

MM 



• # 



10 30 50 

TCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCG 
TSCPRPLQEGTPGSRAAHVV 



70 90 HO 

TCTCCAGGAAGGGACCCGGGTCCACGAGCTGCCCACGTCCTCTCCAGGAAAGGACCCGGG 
SRKGPGSTSCPRPLQERTRV 



130 150 170 

TCCACGAGCTGGCCACGTCCTCTGCAGGAAGGGACCCCGGGTCCACGAGCTGCCCACGTC 
HELATSSAGRDPGSTSCPRP 



190 210 230 

CTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCC 
LQEGTPGSRAAHVLSRKGPR 



250 270 290 

GGGTCCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCCGGGTCCACGAACTGCCCAC 
VHELPTSSPGRDPGSTNCPR 



310 330 350 

GTCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAGGGGAC 
PLQEGT PGS RAAHVL S RRGH 



370 390 410 

ACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAAGGGACCCCGGGTTCATGAGCTGCC 
RVHELPTPSPGRDPGFMSCP 



430 450 470 

CACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAACTGCCCACGCCCTCTCCAGGAGGGG 
RPLQEGTRVHELPTPSPGGD 



490 510 530 

ACCCGGGTCCACGAGCTGCCCACGTCGTCAACGGGAAGGGACCCGGGTCCACGAGCTGCC 
PGPRAAHVVNGKGPGSTSCP 
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RPLQEGTRVHELPTRS PGGD 



610 630 650 

ACACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTG 
TGFTSCPRPLQEGTPGSRAA 



670 690 710 

CCCACGTCCTCTCCAGGAGGGGACACCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAG 
HVLSRRGHRVHELPTSSPGG 
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GGGACACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAGGGGACACCGGGTTCACGAG 
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TCTCCTGCCGGCCCACATCGTGCCTTTGTGTAAATCAGAAGAAAGATGAGGAACAGGCCC 
SCRPTSCLCVNQKKDEEQAL 



970 990 1010 

TCCTCTCTCTCCAGGCAGGCTTTGGTGGAGGGGCTGGATCTCCTGCCGCACCTTCCCTGG 
LSLQAGFGGGAGSPAAPSLA 



1030 1050 1070 

CAGGGCACCCTGTGCTTGAGCCCCAGAACTGCAGGCGGCCGGCAGAGAAGGGGTCCATGA 
GHPVLEPQNCRRPAEKGSMM 
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1090 1110 H30 

TGGCGCCTCGGTGCGCAGCCTTGGACCTGCCCCCATGGACCTGGGAACCTCCCGGCTCTT 
APRCAALDLPPWTWEPPGSS 



1150 H70 1190 

CCCACTCGGGAAAGGAAGGCTCTGGGCATGGAGGTCGGCCAGGCCCCATCCCCGTACCCT 
HSGKEGSGHGGRPGPIPVPW 



1210 1230 1250 

GGCCCTTCTTCCTGCTTCCTGTTTGTCACTGCCCCGGGGCCTTTGCACCTGCATTCCCTC 
PFFLLPVCHCPGAFAPAFPL 



1270 1290 1310 

TCTCTAGACAGGGTTTCTCCTCATTGGCCAGGCTGGTCTCGAACTCCTGACCTCAGACGA 
SRQGFSSLARLVSNS * 



1330 1350 1370 

TCCACCTGCCTCAGCCTCCCGAAGTGTTGGGATTACAGGCACGAGCCACTGTGCCCGGCC 



1390 1410 1430 

ATCATTCCTTTTTACTGCTGACTAATAGTCTGCTGTGTGAATCCACCGCTAGAM.CCCAC 



1450 1470 1490 

TCATCAGTTGATGGTCATGTGGGTTGCTTCTGCTATTCGCTTATTATGAACAGTGCTGGA 
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ATAAACGTTCCTGTGCACTCTTGGGCATACGCCTAGGAGTGGAACTGCTGGGTC/^AAAAA 
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CACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAACTGCCCACGCGCTCTCCAGGAGGGG 
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ACACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTG 
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1150 H70 H90 

CATTGGCCAGGCTGGTCTCGAACTCCTGACCTCAGACGATCCACCTGCCTCAGCCTCCCG 
LARLVSNS* 

1210 1230 1250 

AAGTGTTGGGATTACAGGCACGAGCCACTGTGCCCGGCCATCATTCCTTTTTACTGCTGA 

1270 1290 1310 

CTAATAGTCTGCTGTGTGAATCCACCGCTAGAAACCCACTCATCAGTTGATGGTCATGTG 
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1390 1410 1430 
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ACACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTG 
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CAGGGCACCCTGTGCTTGAGCCCCAGAACTGCAGGCGGCCGGCAGAGAAGGGGTCCATGA 
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1090 1110 H30 

TGGCGCCTCGGTGCGCAGCCTTGGACCTGCCCCCATGGACCTGGGAACCTCCCGGCTCTT 
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1450 1470 1490 

TGGGAAGCTGAGGCTGGAGAATCACTTGAGCCTGGGAGGCGGAGGTTGCGGTGCJvCTCCA 

1510 1530 1550 

GCCTGGGCGACAGAGGGAGGCCCTATCTCAAAATAAATAAATAAAGGACACATTCTTATC 

1570 

AAAAAAAAAAAAAAAA 
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TCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCG 
TCTCCAGGAAGGGACCCGGGTCCACGAGCTGCCCACGTCCTCTCCAGGAAAGGACCCGGG 
TCCACGAGCTGGCCACGTCCTCTGCAGGAAGGGACCCCGGGTCCACGAGCTGCCCACGTC 
CTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCC 

gggtccacgagctgcccacgtcctctccaggaagggaccccgggtccac:gaactgcccac 

GTCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCCTCTGCAGGAGGGGAC 
ACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAAGGGACCCCGGGTTCATGAGCTGCC 
CACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAACTGCCCACGCCCTCTCCAGGAGGGG 
ACCCGGGTCCACGAGCTGCCCACGTCGTCAACGGGAAGGGACCCGGGTCCACGAGCTGCC 
CACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAACTGCCCACGCGCTCTCCAGGAGGGG 
ACACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTG 
CCCACGTCCTCTCCAGGAGGGGACACCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAG 

gggacaccgggttcacgagctgcccacgccctctccaggaggggacaccgggttcacgag 

CTGCCCACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAGCTGCCCACGTCCTCTCCAGG 

aggggacaccgggttcacgagctgcccacgcactttccaggaagggacc:ccgggttcagg 
tctcctgccggcccacatcgtgcctttgtgtaaatcagaagaaagatgaggaacaggccc 
tcctctctctccaggcaggctttggtggaggggctggatctcctgccgc:accttccctgg 

CAGGGCACCCTGTGCTTGAGCCCCAGAACTGCAGGCGGCCGGCAGAGAAGGGGTCCATGA 
TGGCGCCTCGGTGCGCAGCCTTGGACCTGCCCCCATGGACCTGG 

>Gene 214 ExonB 

AGACAGGGTTTCTCCTCATTGGCCAGGCTGGTCTCGAACTCCTGACCTCAGACGATCCAC 
CTGCCTCAGCCTCCCGAAGTGTTGGGATTACAGGCACGAGCCACTGTGCCCGGCCATCAT 
TCCTTTTTACTGCTGACTAATAGTCTGCTGTGTGAATCCACCGCTAGAAACCCACTCATC 
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TGAGGGGCCTTCCCCAGGGACAGCCGATGCTCTCCTGATGGCTCCTGCCCTTGCAGAGTG 
CTGCCCCCGCCTGCCCACCTGGCCTGGACCCTCGCCTGAGCCCCCTCAGGGCTCTGCGCC 
ACCTCAACCCAGGCGTTTGTTCCGCAGGAACCTCCCGGCTCTTCCCACTCGGGAAAGGAA 
GGCTCTGGGCATGGAGGTCGGCCAGGCCCCATCCCCGTACCCTGGCCCTTCTTCCTGCTT 
CCTGTTTGTCACTGCCCCGGGGCCTTTGCACCTGCATTCCCTCTCTCTGTGAGTGTCCTG 
GGGCCCGTTACCCACGTCACCGTCCCAGGATACCTTTTCTTTTCTTTCTCTCTCTCCAGC 
TTTATTGAGGTATAGTTGACAATTCAGGACGGTGTGCACTCAAGGTATGCAGCATCACAA 
CCTGACACACGTAGGCATTGTGAAATGAGTCCCACAATTGGGCTAATTAACACACCCATC 
ACCTTACATGGTTACTTCTTTCTGTGGTGAGAACACTAAATTTTAAATAGAGGACACACA 
GCCTGGGCAACATAGTGAGACCCTGTCTCTACAAATATAAAAAAATTATCTGGACGTGGT 
GGTGCACACCTGTGGTCCCAGCTACTTGGGAAGCTGAGGCTGGAGAATCACTTGAGCCTG 
GGAGGCGGAGGTTGCGGTGCACTCCAGCCTGGGCGACAGAGGGAGGCCCTATCTCAAAAT 

AAATAAATAAAGGACACATTCTTATC 
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CTTTATTGAGGTATAGTTGACAATTCAGGACGGTGTGCACTCAAGGTATGCAGCATCACA 
ACCTGACACACGTAGGCATTGTGAAATGAGTCCCACAATTGGGCTAATl'AACACACCCAT 

CACC?TACMGGTTACTTC^ 

AGCCTGGGCAACATAGTGAGACCCTGTCTCTACAAATATAAAAAAATTATCTGGACGTGG 
TGGTGCACACCTGTGGTCCCAGCTACTTGGGAAGCTGAGGCTGGAGA^ 

gggIggcggaggttgcggtgcact 

TAAATAAATAAAGGACACATTCTTATC 



Saacctcccggctcttcccactcgggaaaggaaggctctgggcatggaggtcggccaggc 

CC^ATCCCCGTACCCTGGCCCTTCTTCCTGCTTCCTGTTTGTCACTGCCCCGGGG 
GCACCTGCATTCCCTCTCTCTGTGAGTGTCCTGGGGCCCG 

rr ATACCTTTTCTTTTCTTTCTCTCTCTCCAGCTTTATTGAGGTATAGTTGACAATTCAG 

GACGGTGTGCA.CTCAAGGTATGCAGCATCACAACCTGACACACGTAGGCATTGTGAAATG 

A^TCCCACA^TTGGGCTAATTAACACACCCATCACCTTACATGGTTACTTCTTTCT 

TGAGAACACTAAATTTTAAATAGAGGACACACAGCCTGGGCAACATAGTGAGACCCTGTC 

TCTACA^AT^^TAAAAAAATTATCTGGACGTGGTGGTGCACACCTGTGGTCCCAGCTACT 

GGGAAGCTGAGGCTGGAGAATCACTTGAGCCTGGGAGGCGGAGGTTGCGGTGCACTCCAG 

CCTG^GCGACAGAGGGAGGCCCTATCTCAAAATAAATAAATAAAGGACACATTCTTATC 

CGGGCGTGTATATCTCTTCATAGAGAGCGCTCAGACAGCGTGCGTTAATCTGCGTCGATA 

S?agaga?ctttatcactgag™^ 
Iotaacttgactaggataagatagacagtaccaact^ 

atagaatcatgtagtctgagtctagcgagtgtcgacatgatcacaagcgaaatacagact 

atgagIagaggtagaaataataagtanactgag^ 

agta^caatagaaattgaatacattataagccacagttacagaatt^^ 

caIc^?ggcaagtoagttatatcaaacatagaagagtaaactcta^ 

ga^cga^taaaggcgtcgagaagacaataagaatgcgtgttaaacagcaatacaag 

ta^^^actcaagcagaccaaaggcgtcaccggggaagtagggaagaggcacctcacaa 

ggaSagSa^g^ag?cctgatt™ 

aggcagcttagtgatcccgcatcgactctgaagaggaccctgagggtaggggatttttgg 
gcctgaccggcctatgctgaacgcccaccgggaattcagggagaaacacgggg 

??SagSagagcagccag^ 
IgaSggaggccgcccS 

CAAA^C^TAA^GTGGGTGAGCAGTGAGCCTGTG 

TG^TGTTCCTGCAGCAAATGATGCCAGCCCTGACGGAACCAGTGCACGTCCACCACGAG 

CTGCCCACGTCCTCTC^ 
AAGGGACC 
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